ABSTRACT Escherichia coli O145:H11 strain RM14721 was originally isolated from wildlife feces near a leafy greens-growing region in Yuma, AZ. This strain was initially positive for stx 1 ; however, in subsequent cultures, stx 1 was not detected by PCR. Here, we report the complete genome sequence and annotation of RM14721.
encoding the heat-labile (LT) or heat-stabile (ST) enterotoxin were identified in RM14721. PHASTER (17, 18) analysis detected three intact prophages on the chromosome, spanning chromosomal positions 484362 to 507958 (23.5 kb), 1617891 to 1653895 (36.0 kb), and 2334672 to 2375071 (40.4 kb). Although no Shiga toxin genes were identified in the genome of RM14721, several putative integration sites for Stx-converting phages were identified, including AU5Stx1 (GenBank accession number KU977419), PA2 (Stx2a) (NCBI reference sequence NC_028449), and 1717 (Stx2c) (NCBI reference sequence NC_011357), indicating the potential of strain RM14721 to evolve into an STEC strain. Accession number(s). The genome sequence of E. coli O145:H11 strain RM14721 was deposited in GenBank under the accession numbers CP027105 (chromosome) and CP027106 (plasmid).
